while retaining Ae. aegypti mosquitoes as a vector, and 2) introduction of Ae. albopictus mosquitoes, which were originally from Southeast Asia, into new areas of the world, including Africa. Severe epidemics of CHIKV infection have occurred in countries in the Indian Ocean region and Africa (1) (2) (3) . We report an outbreak of CHIKV infection in Brazzaville, Republic of Congo, that was associated with the mosquito vectors Ae. albopictus and Ae. aegypti.
In June 2011, reports were received of an outbreak of a new drugresistant form of malaria in southwest Brazzaville. Diagnostic capacity for detecting arboviruses, including CHIKV, by using molecular diagnostic assays was immediately implemented at the Laboratoire National . Neither yellow fever nor dengue virus genomic RNA was detected in any patient samples. However, malaria parasite genetic material was detected in the 2 samples that were negative for CHIKV (Table) .
To investigate the involvement and distribution of potential vector mosquito species, we initiated an entomological study in the Makélékélé and Mfilou districts of Brazzaville, the 2 areas associated with the CHIKV Table) . Our study in Brazzaville identified CHIKV as the causative agent for the 2011 outbreak of febrile illness characterized by severe joint pain. In the affected Brazzaville communities, the illness had been named robot malaria because of its effects on posture and locomotion, effects that are typical of CHIKV infection. We also found that during the outbreak, CHIKV was present in Ae. aegypti and Ae. albopictus mosquitoes, suggesting that these mosquitoes played a role in dissemination and spread of the virus. These findings are in line with the increasing distribution of CHIKV and its vector, Ae. albopictus mosquitoes, in Africa.
Of note, the outbreak in the Republic of Congo seems to have been associated with Ae. aegypti and Ae. albopictus mosquitoes, whereas outbreaks of CHIKV infection in neighboring Gabon are predominantly associated with Ae. albopictus mosquitoes (8, 9) . Our study confirms the suspected presence of Ae. albopictus mosquitoes in the Republic of Congo. The identification of Ae. albopictus mosquitoes as a vector for CHIKV in remote areas in Gabon indicates that similar remote areas in the Republic of Congo could also be at risk during future outbreaks of CHIKV infection (8) .
The availability of diagnostic capacity for arbovirus detection in sub-Saharan Africa is urgently needed for the deployment of potential intervention strategies. Improved surveillance and rapid identification of novel arbovirus-associated outbreaks would strengthen the potential for recognition of arbovirus-related diseases by health care providers and public health officials. In the absence of CHIKV-specific prophylactic or therapeutic control measures, the only current mitigation strategies are based on community outreach, which provides early alerts regarding outbreaks, and on control of the mosquito vectors (10) . 
